Exploring protein domain structure.
The protein databank contains coordinates of over 10,000 protein structures, which constitute more than 25,000 structural domains in total. The investigation of protein structural, functional and evolutionary relationships is fundamental to many important fields in bioinformatics research, and will be crucial in determining the function of the human and other genomes. This review describes the SCOP and CATH databases of protein structure classification, which define, classify and annotate each domain in the protein databank. The hierarchical structure, use and annotation of the databases are explained. Other tools for exploring protein structure relationships are also described.